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a  b  s  t  r  a  c  t
Lipopolysaccharide  O-antigens  are  the  basis  of serotyping  schemes  for  Gram  negative  bacteria  and  help  to
determine  the  nature  of host–bacterial  interactions.  Haemophilus  parainﬂuenzae  is a normal  commensal
of  humans  but  is  also  an  occasional  pathogen.  The  prevalence,  diversity  and  biosynthesis  of  O-antigens
were  investigated  in  this  species  for the  ﬁrst time.  18/18  commensal  H. parainﬂuenzae  isolates  contain
a  O-antigen  biosynthesis  gene  cluster  ﬂanked  by  glnA  and  pepB,  the  same  position  as the hmg  locus  for
tetrasaccharide  biosynthesis  in  Haemophilus  inﬂuenzae.  The  O-antigen  loci  show  diverse restriction  digest
patterns  but  fall  into  two main  groups:  (1) those  encoding  enzymes  for the synthesis  and  transfer  of  Fuc-
NAc4N  in  addition  to  the  Wzy-dependent  mechanism  of  O-antigen  synthesis  and  transport  and  (2)  those
encoding galactofuranose  synthesis/transfer  enzymes  and  an  ABC  transporter.  The  other  glycosyltrans-ell surface
asteurellaceae
ferase  genes  differ  between  isolates.  Three  H. parainﬂuenzae  isolates  fell  outside  these  groups  and  are
predicted  to synthesise  O-antigens  containing  ribitol  phosphate  or  deoxytalose.  Isolates  using  the ABC
transporter  system  encode  a putative  O-antigen  ligase,  required  for the  synthesis  of O-antigen-containing
LPS  glycoforms,  at a separate  genomic  location.  The  presence  of an  O-antigen  contributes  signiﬁcantly  to
H. parainﬂuenzae  resistance  to the  killing  effect  of human  serum  in  vitro.  The discovery  of  O-antigens  in
ng,  asH.  parainﬂuenzae  is striki
ntroduction
The O-antigen (OAg) component of cell surface lipopolysaccha-
ide (LPS) is one of the most diverse structures found in Gram
egative bacteria, differing both within and between species. It
s the basis of typing schemes for many bacterial species, using
ntisera raised speciﬁcally against each OAg structure to test for
eactivity. In some cases a correlation can be seen between OAg
erotype and clinical symptoms due to the numerous roles that
Ag plays in the modulation of bacterial–host interactions. For
scherichia coli,  over 170 different OAg structures have been iden-
iﬁed (Lundborg et al., 2010): each contains one to seven sugars
∗ Corresponding author at: Department of Structural and Molecular Biology, Uni-
ersity College London, Darwin Building, Gower Street, London WC1E 6BT, United
ingdom. Tel.: +44 020 7679 2676.
E-mail address: r.young@ucl.ac.uk (R.E.B. Young).
1 Former afﬁliation.
438-4221 © 2013 Elsevier GmbH. 
ttp://dx.doi.org/10.1016/j.ijmm.2013.08.006
Open access under CC BY license. its close  relative  H. inﬂuenzae  lacks  this  cell  surface  component.
© 2013 Elsevier GmbH. 
per repeat unit (O-unit), with extra variation added by different
sugar conformations, linkages, branching patterns and modiﬁca-
tions. Other species are more conservative; for example, there are
only seven known serotypes for Aggregatibacter actinomycetem-
comitans (Kaplan et al., 2001; Takada et al., 2010).
Haemophilus parainﬂuenzae is a part of the normal ﬂora of the
human upper respiratory tract but has also been isolated occa-
sionally from an increasing number of disease situations including
meningitis, septicaemia, pleural effusion, urethritis, prosthetic
joint infection, an abscess following reconstruction for facial paral-
ysis, and endocarditis in patients with and without underlying
heart disease (Bailey et al., 2011; Black et al., 1988; Cremades
et al., 2011; Darras-Joly et al., 1997; Lee et al., 2012; Lin et al.,
2012; Sturm, 1986). We recently showed that in contrast to the
closely related species Haemophilus inﬂuenzae,  H. parainﬂuenzae
Open access under CC BY license.does not phase vary the expression of its core LPS components by
the tetranucleotide repeat mediated slippage of LPS biosynthesis
genes (Young and Hood, 2013) and at least one strain expresses
polymeric OAg (Vitiazeva et al., 2011). The latter observation
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oncurs with the ﬁndings of Roberts and colleagues (1986) that
ome (8/25) H. parainﬂuenzae isolates give ladder-like LPS proﬁles
sing silver-stained SDS-PAGE, suggestive of molecules containing
Ags of different chain lengths. As H. parainﬂuenzae OAgs have
ever been studied in detail, the number of serotypes is unknown
nd no antiserum is available to test for particular OAg structures.
he aim of our research was to determine whether all H. parain-
uenzae strains contains the genes necessary for OAg production,
ow the OAgs of different strains are related, and whether the
Ags play a role in bacterial–host interactions.
The mechanisms of OAg biosynthesis in other species have been
ell characterised. Whereas core LPS oligosaccharides are assem-
led onto lipid A-Kdo through the sequential transfer of each sugar
rom its nucleotide sugar precursor, the OAg polysaccharide is
lways added en bloc. An undecaprenyl phosphate (UndP)-sugar
hosphotransferase transfers the ﬁrst sugar of the OAg onto an
ndP carrier lipid, and further glycosyltransferase enzymes add the
ubsequent sugars from their nucleotide sugar precursors. One of
wo alternative mechanisms is usually then used to polymerise and
ranslocate the units (reviewed by Samuel and Reeves (2003)). In
he Wzy-dependent system, the OAg ﬂippase enzyme (Wzx) ﬂips
ndividual UndP-linked O-units from the cytoplasmic face to the
eriplasmic face of the inner membrane. The units are then poly-
erised by the OAg polymerase, Wzy, and the resulting OAg chain
s ligated to the LPS core by the OAg ligase, WaaL. In this system,
he modal chain length is determined by a fourth enzyme named
zz. The alternative system requires an ABC transporter compris-
ng two permease subunits (Wzm)  for translocation and two ATPase
ubunits (Wzt) to drive the process. In this case the entire OAg
hain is assembled on the cytoplasmic face of the inner membrane
sing glycosyltransferases before its translocation to the periplas-
ic  side. The OAg is then ligated to the LPS core by WaaL as before. It
s not known whether H. parainﬂuenzae uses one of these common
echanisms for OAg biosynthesis.
The enzymes required for OAg synthesis and assembly are usu-
lly encoded by a distinct, co-regulated gene cluster termed the OAg
ocus. The combination of OAg enzymes expressed by a particular
acterium determines the nature, order and linkages of the sugars
n its O-unit, so analysis of LPS biosynthesis genes can greatly aid
rediction of the OAg structure. The genetics of OAg biosynthesis
n H. parainﬂuenzae have never been investigated.
In this paper we identify an OAg locus in the complete genome
equence of one of our H. parainﬂuenzae carriage isolates, strain
3T1. Investigation of the same region of the genome in 17 other
iverse H. parainﬂuenzae carriage isolates using long range PCR and
NA sequencing reveals that the presence of an OAg gene cluster
ppears to be a ubiquitous feature of this species. Some OAg genes
ould also be ampliﬁed from two ‘hybrid’ strains included in our
nalyses; these two isolates have characteristics of both H. parain-
uenzae and H. inﬂuenzae (Power et al., 2012; Young and Hood,
013). Functional studies indicate a role for the OAg in the interac-
ion between H. parainﬂuenzae and host cells or components of the
mmune system. This study of commensal H. parainﬂuenzae OAg
oci and the corresponding OAg structures also lays the ground-
ork for future serotyping and genotyping classiﬁcation schemes
hat would enable researchers to assess the distribution of disease
solates across the range of OAgs found in carriage strains.
aterials and methods
aemophilus strains and cultureThe H. parainﬂuenzae and Haemophilus hybrid strains were iso-
ated from the throats of healthy children in the UK and The Gambia
nd have been numbered for convenience; full strain names aredical Microbiology 303 (2013) 603– 617
given in Table S7. Strains were grown in brain heart infusion
broth (BHI) (Merck) supplemented with 2 g/ml NAD and incu-
bated at 37 ◦C for 16 h shaking at 200 rpm. For growth on solid
medium, strains were plated on BHI agar (1%) supplemented with
10% Levinthals base (McLinn et al., 1970), which provides NAD, and
incubated at 37 ◦C for 24 h.
Haemophilus genomic DNA (gDNA) extraction
Bacteria from 3 ml  log phase culture were pelleted by centrifug-
ing at 13,000 × g for 2 min  then washed in PBS and resuspended
in 200 l TNE (100 mM NaCl, 10 mM Tris pH 8, 10 mM EDTA). SDS
was added to 1%. Cells were lysed at 65 ◦C for 10 min  then treated
with proteinase K (500 g/ml) at 37 ◦C for 2 h. The sample was then
mixed with 1 vol phenol and centrifuged at 13,000 × g for 5 min; the
top layer (containing DNA) was  taken into a fresh tube and mixed
with 1 vol phenol/chloroform/isoamyl alcohol (25:24:1). After cen-
trifugation (13,000 × g for 5 min) the top layer was  again taken
into a fresh tube and the DNA was  precipitated with 2 vol ethanol
and 0.1 vol 3 M NaAc. The DNA was pelleted by centrifugation
(13,000 × g for 10 min) and washed in 70% ethanol, then air dried
and resuspended in 200 l TE buffer (10 mM Tris pH 8, 1 mM EDTA)
with 50 g/ml RNase.
Standard polymerase chain reaction (PCR)
For expected product sizes of up to 6 kb, 50 l PCRs were pre-
pared using 1 U Taq DNA Polymerase (Invitrogen). Each reaction
also included 1× PCR Buffer (Invitrogen), approximately 40 ng
template gDNA, 0.4 M each primer (Sigma), 0.4 mM each dNTP
and 2.5 mM MgCl2. DNA was ampliﬁed for 30 cycles comprising
1 min  each of denaturation (94 ◦C), annealing (50 ◦C) and extension
(72 ◦C); for expected products of >1.5 kb the extension time was
increased to 3 min. PCR products were electrophoresed on 0.8%
agarose gels containing 0.5 g/ml ethidium bromide at 100 V for
1 h, and visualised under ultraviolet light. Primers used for PCR
analysis are listed in Table S8.
Long range PCR (LR-PCR) and digests
Fifty-microlitre LR-PCRs were performed using the Expand
long range PCR kit (Roche) following the manufacturer’s
instructions. OAg loci were ampliﬁed from H. parainﬂuen-
zae gDNA using primers 5′-GAGACTGCGGTAGTCGATCC-3′ and
5′-CCATCACTTGGTTTGATGCT-3′, which are speciﬁc for the locus-
ﬂanking genes glnA and pepB, respectively. An extension time of
15 min  in cycle 1, rising to 22 min  by cycle 30, was  found to be
sufﬁcient for the ampliﬁcation of products of up to 20 kb. Five
microlitres of each LR-PCR product was  digested with MfeI (NEB).
LR-PCR products and digests were run on 0.7% agarose gels at 20 V
for 36 h.
General cloning methods
Restriction enzymes (NEB) and T4 DNA ligase (Roche) were
used as per the manufacturers’ instructions to construct recom-
binant plasmids. Plasmids were ampliﬁed by the transformation of
chemically competent E. coli (Sambrook et al., 1989) and selection
on LB agar (1% tryptone, 0.5% yeast extract, 0.5% NaCl, 1% agar)
with the appropriate antibiotic (100 g/ml ampicillin, 50 g/ml
kanamycin or 300 g/ml erythromycin) and incubated at 37 ◦C
for 24 h. Colonies were picked and plasmids extracted using the
alkaline lysis method (Sambrook et al., 1989). The presence and
orientation of the plasmid insert was determined by digestion with
appropriate restriction enzymes.
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isruption of lgtF, waaL, wbaP and wcfS genes
To disrupt speciﬁc LPS biosynthesis genes, the target region of
NA was ampliﬁed from Haemophilus gDNA by standard PCR and
loned in E. coli using the pSCA or pSCA-amp-kan vector system
Stratagene) following manufacturer’s guidelines. The plasmid was
ut with a restriction enzyme speciﬁc for a sequence in the reading
rame to be disrupted and a drug resistance cassette with compat-
ble ends was inserted. Uptake signal sequences (USS) were also
ncluded in some constructs with the aim of facilitating uptake of
he plasmid DNA by H. parainﬂuenzae.  The inclusion of USS in a
lasmid appears to increase transformation rates in H. inﬂuenzae
Mitchell et al., 1991) and the same USS is also found throughout
he H. parainﬂuenzae T3T1 genome. Plasmids are described in Table
10 and the primers used in their construction are listed in Table
11.
ransformation of H. parainﬂuenzae
The success of various transformation methods was found to
e highly strain-dependent, and the method used to generate
ach mutant is detailed in Table S9. Each transformation was ﬁrst
ttempted with 0.5 g linearised plasmid DNA using the static aer-
bic incubation method of Gromkova and Goodgal (1979), with
0 mM MgSO4. After shaking at 37 ◦C for 5 h, the transformation
ixture was plated onto BHI with appropriate antibiotic selection
15 g/ml kanamycin or 20 g/ml erythromycin) and incubated at
7 ◦C for 24 h. Putative transformant colonies were checked for the
utant genotype using PCR analysis. If this did not yield trans-
ormants in the desired strain background, the same method was
sed but with the DNA source as 3 g chromosomal DNA from
 mutant from a different strain background that had been suc-
essfully transformed. To reduce the risk that extra recombination
vents between the donor and recipient genomes could affect phe-
otypic results, at least three independent clones were analysed
henever chromosomal donor DNA was used for transformation.
The genome sequence strain, H. parainﬂuenzae T3T1, could
ot be transformed using the static aerobic method but an elec-
roporation protocol adapted from that of Mason et al. (2003)
as successful. Fifty millilitres of BHI broth inoculated with an
vernight culture to give a starting OD600 measurement of 0.10 was
ncubated at 37 ◦C with shaking. When the culture had reached an
D600 of 0.35 (150 min) it was chilled on ice for 30 min. All fur-
her steps were carried out at 4 ◦C. Cells were pelleted for 10 min
t 4200 × g and washed 3 times with 0.5× SG (1×  = 15% glycerol,
72 mM  sucrose, pH 7.4) to increase their competence. After the
nal centrifugation, cells were resuspended in 500 l 1× SG. Forty
icrolitres of competent cells were mixed with 1 g circular plas-
id  DNA and were subjected to electroporation at 2.5 kV, 200  and
5 F (BioRad Gene Pulser), with recovery in 1 ml BHI for 90 min  at
7 ◦C with shaking. Transformations were plated on BHI agar with
ntibiotics as described above.
loning and sequencing OAg loci
OAg loci were ampliﬁed from H. parainﬂuenzae strains 13, 17,
0 and 30 using LR-PCR (see above). Each 12–19 kb product was
igested using EcoRV and HaeIII in separate reactions then cleaned
y ethanol precipitation and dissolved in H2O. The digested frag-
ents were ligated to HincII-cut, phosphatase-treated pBluescript
Stratagene) with T4 DNA ligase (Roche) and cloned in E. coli
H5. Colonies were selected on LB agar + 100 g/ml ampicillin
ith 40 g/ml X-Gal (5-bromo-4-chloro-3-indolyl-beta-d-galacto-
yranoside) to allow blue/white screening of inserts. Colonies were
icked into 1 ml  LB + 100 g/ml ampicillin and grown for plas-
id  extraction. Restriction digestion using EcoRI and XhoI alloweddical Microbiology 303 (2013) 603– 617 605
clones to be categorised according to their insert size; one clone
containing each EcoRV or HaeIII restriction fragment was then
sequenced using primers M13-for-20 (5′-GTAAAACGACGGCCAGT-
3′) and M13-rev-24 (5′-AACAGCTATGACCATG-3′) which bind to the
pBluescript part of each construct and read into the insert region.
The overlapping EcoRV and HaeIII fragment sequences were assem-
bled into contigs using Vector NTI ContigExpress (Invitrogen), with
additional PCR and sequencing across the gaps between contigs
enabling full assembly of the OAg loci sequences. For completion of
the strain 30 locus sequence, a second round of cloning was carried
out using XmnI and SspI fragments, which were then sequenced
as above. All DNA sequencing was carried out by the Weatherall
Institute of Molecular Medicine Sequencing Service, John Radcliffe
Hospital, Oxford, using an ABI-3730 DNA analyser with BigDye Ter-
minator v3.1 (Applied Biosystems).
Tricine SDS-PAGE for visualisation of LPS
H. parainﬂuenzae colonies were resuspended in PBS to equalised
optical densities (approximately 109 cells/ml). The suspensions
were diluted 1:1 in 2× dissociation buffer (125 mM Tris pH 6.8, 20%
glycerol, 4% SDS, 10% mercaptoethanol, 0.004% bromophenol blue).
Following proteinase K treatment (50 g/ml) at 60 ◦C for 3 h and
denaturation at 100 ◦C for 5 min, 30 l samples were fractionated
on tricine SDS-PAGE gels (Lesse et al., 1990). LPS was visualised by
staining with silver (GE Healthcare) following the manufacturer’s
instructions.
Resistance to the bactericidal effects of human sera
The survival of H. parainﬂuenzae strains in human sera pooled
from 15 to 18 donors was  analysed using a method similar to that
of Hood et al. (1999). Colonies grown on BHI agar were suspended
in PBS-BG (PBS + 0.1% glucose (wt/vol) + 0.05 mM MgCl2 + 0.09 mM
CaCl2), and a 1/20 dilution was prepared in 1% SDS, 0.1 M NaOH to
measure the optical density at 260 nm.  The starting suspension was
adjusted to the equivalent of OD260 = 0.8 then diluted 1/20,000-fold.
20% pooled human serum (PHS) in PBS-BG was serially diluted 1:1
across seven wells of a ﬂat bottomed polystyrene 96 well plate so
that each well contained 50 l of 20–0.32% PHS; the eighth well
contained 50 l of 20% PHS that had been decomplemented by
heating at 56 ◦C for 30 min. Fifty microlitres of the diluted bacte-
rial suspension (approximately 2000 c.f.u.) was added to each well,
giving ﬁnal PHS concentrations of 10–0.16%. After 1 h at 37 ◦C, 25 l
from each well was spread on BHI agar and incubated for 24 h at
37 ◦C. The resulting colonies were counted to determine the level
of bacterial survival in each concentration of PHS.
Epithelial cell association assay
The ability of Haemophilus strains to adhere to an SV40-
transformed human bronchial epithelial cell line, 16HBE14o−, was
studied using a protocol similar to that of Hood et al. (1999). This
cell line has previously been used to study other respiratory tract
bacteria. 16HBE14o− cells were grown to a conﬂuent monolayer in
a ﬂat bottomed polystyrene 96 well plate and washed three times
with Hank’s balanced salt solution (HBSS; Gibco). Fifty microlitres
of 4% decomplemented PHS in Dulbecco’s modiﬁed Eagle medium
(DMEM; Gibco) was  added to each well. Bacteria grown on BHI
agar were resuspended in 1.5 ml  PBS-BG and left to settle for 2 min
before the top 1 ml  was taken into a fresh tube; this avoids large
clumps of cells. A suspension equivalent to OD260 = 0.8 was made
using the method outlined in the section above, except that the
cells were diluted with DMEM.  Fifty microlitres of the bacterial
suspension (approximately 4 × 107 bacteria) was added to three
monolayer wells and to three control wells containing no epithelial
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ells, and the plate was incubated for 2.5 h at 37 ◦C in the pres-
nce of 5% CO2. To measure association, all wells were washed with
BSS three times to remove non-adherent bacteria. 1% saponin was
dded to release the remaining bacteria (10 min  at 37 ◦C), which
ere then serially diluted and plated on BHI agar. Colonies were
ounted after overnight incubation. Association was plotted as a
ercentage of the total number of bacteria present in a control
onolayer well after the 2.5 h incubation period (i.e. adhered plus
on-adhered bacteria).
To measure bacterial uptake by the epithelial cells, monolayers
ere incubated with the bacteria as above, then the medium
as replaced with 250 l of 200 g/ml gentamicin. After a fur-
her 1.5 h at 37 ◦C the cells were washed, treated with saponin
nd plated as before. Gentamicin kills any bacteria exposed on
he surface of the epithelial monolayer (this was conﬁrmed by a
ensitivity test) whilst internalised bacteria are protected from the
ntibiotic.
ioinformatic analysis
The Artemis genome browser and annotation tool (Rutherford
t al., 2000) was used to examine Haemophilus genomes and OAg
ocus sequences. Sequence homology analysis was performed using
he NCBI basic local alignment search tool (BLAST) (Altschul et al.,
997) with the default algorithm parameters. Conserved protein
omains were detected using CDD (Marchler-Bauer et al., 2009).
ransmembrane domains within proteins were predicted using the
MHMM  V2.0 tool at www.cbs.dtu.dk/services/TMHMM.
ig. 1. Visualisation of LPS and PCR investigation of potential OAg loci in H. parainﬂuenzae
DS-PAGE and silver-stained. Strain numbers are listed above each lane. The intense low 
hilst the ladders/smears of bands represent LPS elaborated with OAg of increasing chain
strains 13 and 15) or OD260 = 10 (strains 20, 30 and T3T1) was loaded. Weaker OAg-like b
ange  PCR products were obtained using primers to glnA and pepB, which ﬂank the OAg
bove  each lane indicate the H. parainﬂuenzae strain of the template gDNA. Top panel: 0
igh  molecular mass are visible for all 18 true H. parainﬂuenzae strains; hybrid strains Hy6
igests of the same long range PCR products, with fragments >1 kb visible.dical Microbiology 303 (2013) 603– 617
Sequence data
H. parainﬂuenzae sequence data have been submitted to the
GenBank database under the following accession numbers: strain
13 OAg locus, KC759394; strain 20 OAg locus, KC759396; strain
17 OAg locus, KC759395; strain 30 OAg locus, KC759397; strain 19
waaL (external to the OAg locus), KC416614; strain 13 waaL (exter-
nal to the OAg locus), KC416615; strain 19 wzz  (within the OAg
locus), KC416616.
Results
Many H. parainﬂuenzae strains exhibit OAg-like LPS patterns
The presence of OAg was  investigated in the LPS of 18 H.
parainﬂuenzae carriage isolates from healthy children in the UK
and The Gambia and two ‘hybrid’ strains (Hy6 and Hy11) using
silver-stained tricine SDS-PAGE analysis of proteinase K treated
cell lysates. Evenly-spaced ladders of bands typical of a repeat-
ing oligosaccharide unit (OAg) were detected in the LPS proﬁles
of 13/20 (65%) of the isolates. It is likely that these bands corre-
spond to LPS core plus OAg of varied chain length. The intensity,
apparent O-unit size and average molecular weight of the putative
OAg glycoforms are reproducible for each strain under laboratory
growth conditions but vary greatly between strains (Fig. 1A and Fig.
S1), suggesting differences in O-unit composition and chain length
regulation.
. (A) Proteinase K treated H. parainﬂuenzae cell lysates were fractionated by tricine
molecular mass band in each lane is LPS that does not contain OAg (LPS core only),
 length. Band spacing depends on the size of the O-unit. 12.5 l of lysate at OD260 = 5
anding patterns were observed for strains 2, 8, 10, 14, 16, 17, 18 and Hy6. (B) Long
 locus. The outside lanes contain a DNA ladder with sizes as indicated. Numbers
.4 l of each PCR reaction separated by agarose gel electrophoresis. Products of a
 and Hy11 did not yield products and are not shown. Lower panel: MfeI restriction
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ll H. parainﬂuenzae strains contain a putative OAg locus
etween glnA and pepB
Analysis of the genome sequence of one of our OAg-
xpressing strains, T3T1, the ﬁrst H. parainﬂuenzae strain to
ave its genome sequenced and fully assembled (Wellcome Trust
anger Institute, Cambridge) (EMBL accession number FQ312002),
eveals a putative OAg biosynthesis locus comprising 16 genes
PARA 02720–PARA 02870) over 16.77 kb (99.2% coding). This gene
luster is ﬂanked by the glnA and pepB genes. In many species
f Gram negative bacteria the OAg locus is at the same genomic
ocation in different strains, and indeed the hmg (high molecu-
ar weight glycoform) locus that is responsible for the addition
f a single tetrasaccharide unit to the LPS in some H. inﬂuen-
ae isolates is also located between glnA and pepB (Hood et al.,
004). To investigate whether other H. parainﬂuenzae strains carry
n OAg locus at this location, long range PCR (LR-PCR) was  car-
ied out using gDNA from each of the 20 study strains with
rimers designed to the H. parainﬂuenzae T3T1 glnA and pepB
enes.
PCR products ranging from 12 to 19 kb in length were obtained
or 18/18 true H. parainﬂuenzae strains (Fig. 1B, upper panel),
uggesting that a series of genes consistently falls between glnA
nd pepB in this species. No products were obtained for the two
ybrid strains (Hy6 and Hy11). As the ends of the PCR products
ontain part of the ﬂanking genes, the actual size of the puta-
ive OAg loci was predicted to be 10–17 kb, with the T3T1 locus
mongst the largest. MfeI restriction digest proﬁles of the 18 LR-
CR products were almost all unique, indicating a high level of
ucleotide divergence between the loci (Fig. 1B, lower panel). Only
. parainﬂuenzae strains 24 and 31 had identical restriction pro-
les.
equencing of the putative OAg locus of four isolates
The glnA–pepB PCR product from four of the H. parain-
uenzae isolates (strains 13, 17, 20 and 30) was digested,
loned using E. coli plasmid vectors and sequenced to investi-
ate whether they encoded putative OAg biosynthesis enzymes.
he reasons for selecting these strains are detailed later. Each
ssembled sequence comprised 10–14 open reading frames
n the glnA to pepB orientation. There is very little inter-
enic DNA, suggesting that in general the genes at each locus
orm an operon in which the genes are co-regulated and co-
ranscribed. The putative role of each encoded protein in these
our loci and in the H. parainﬂuenzae T3T1 OAg locus was
xplored by comparison to homologues of known function,
onserved domain searches and in some cases simple ter-
iary structure modelling. Using these methods it was  possible
o predict parts of each OAg structure through bioinformatics
lone. The ﬁve loci all encoded enzymes with predicted func-
ions in nucleotide sugar biosynthesis, sugar transfer and OAg
ssembly and transport, but detailed analysis predicted highly
iverse sugar structures and methods of assembly as described
elow (Fig. 2). New gene names (wajA–wajK) were obtained
rom the curators of the Bacterial Polysaccharide Gene Database
http://sydney.edu.au/science/molecular bioscience/BPGD/) for 11
f the predicted glycosyltransferase and acyltransferase genes.
. parainﬂuenzae T3T1 synthesises a tetrasaccharide O-unit using
he Wzy-dependent systemThe proteins encoded by genes PARA 02760,  PARA 02750 and
ARA 02740 (Fig. 2 and Table S1) are similar to the three
nzymes in the proposed pathway for the biosynthesis of UndP-
inked FucNAc4N in E. coli Sonnei, using UDP-GlcNAc as thedical Microbiology 303 (2013) 603– 617 607
precursor (Xu et al., 2002). This suggested that the ﬁrst sugar
of the H. parainﬂuenzae T3T1 O-unit could be FucNAc4N (also
known as 2-acetamido-4-amino-2,4,6-trideoxygalactose or AAT), a
hypothesis that was conﬁrmed by subsequent structural analysis of
LPS containing a single O-unit (data not shown; Twelkmeyer et al.,
manuscript in preparation). Similar genes are also found in Bac-
teroides fragilis,  where FucNAc4N is the ﬁrst sugar of the repeat
unit for the polysaccharide A (PS-A) capsule (Baumann et al., 1992;
Coyne et al., 2001). FucNAc4N is a rare sugar that has been identiﬁed
as part of various structures in only a few other bacterial species
to date, namely the Streptococcus pneumoniae serotype 1 capsule
(Bentley et al., 2006), S. pneumoniae and Streptococcus mitis lipote-
ichoic acid (Bergstrom et al., 2000; Draing et al., 2006), and OAg
or OAg-core linker structures in E. coli Sonnei, Plesiomonas shigel-
loides, Bordetella species and Proteus vulgaris (Arbatsky et al., 2007;
Kenne et al., 1980; Preston et al., 2006; Shepherd et al., 2000).
BLASTP searches of sequences available for these species (shaded
in Table S1) suggest that the FucNAc4N biosynthesis pathway is
highly conserved, and one might predict that other bacteria with
these genes such as Porphyromonas endodontalis and Fusobacterium
nucleatum may  also synthesise FucNAc4N as part of a glycoconju-
gate.
The proposed UndP-sugar phosphotransferase PARA 02750
shares some sequence similarity (33–37% aa identity) with the C-
terminal end of the UndP-Gal phosphotransferase (WbaP) enzymes
from Salmonella and H. inﬂuenzae,  but as it appears to add FucNAc4N
rather than Gal as the initial sugar of the O-unit we will refer to it as
WcfS, after the UndP-FucNAc4N phosphotransferase from B. fragilis
(72% aa identity). In addition to PARA 02750, which contains a pre-
dicted transmembrane domain, the strain T3T1 OAg locus encodes
two putative cytoplasmic glycosyltransferases: PARA 02770 and
PARA 02780. These are likely to add the second and third sugars
of the O-unit, known to be Gal and GalNAc respectively, but the
sugar speciﬁcity of each enzyme is unclear.
Several proteins encoded by the H. parainﬂuenzae T3T1 OAg
locus are predicted to relate to the metabolism and transfer of
sialic acid (Neu5Ac), a common component of OAg and cap-
sular polysaccharides (Fig. 2 and Table S1). The substrate for
sialic acid addition is usually the nucleotide sugar CMP-Neu5Ac,
whose biosynthetic pathway from UDP-GlcNAc requiring the four
enzymes NnaA–NnaD has been well characterised for E. coli (Vimr
et al., 2004). Putative nnaA–nnaD genes are present within the
T3T1 OAg locus (PARA 02830–PARA 02860), sharing high levels
of sequence similarity with the genes for polysialic acid capsule
biosynthesis in Mannheimia haemolytica serotype A2 strains (Adlam
et al., 1987). In addition, PARA 02800 is a putative Family 52 glyco-
syltransferase that shares 40% aa identity with well-characterised
capsule sialyltransferases from M.  haemolytica serotype A2 and
Streptococcus agalactiae serotype VIII strains. In agreement with
these observations, the fourth sugar of the H.  parainﬂuenzae T3T1
O-unit was found to be acetylated Neu5Ac (Twelkmeyer et al.,
manuscript in preparation). The acetylation of the sialic acid residue
might be carried out by either NnaD (NeuD; PARA 02860) or the
putative O-acetyltransferase PARA 02820.
H. inﬂuenzae can also decorate its LPS with Neu5Ac, which it
obtains from the environment using a tripartite ATP-independent
periplasmic (TRAP) transporter encoded by the siaP and siaQ/M
genes (Severi et al., 2005). The ability of H. parainﬂuenzae strain
T3T1 to synthesise Neu5Ac obviates the need to import this sugar,
and indeed there are no siaP or siaQ/M homologues in the T3T1
genome.
The Wzy-dependent pathway of OAg assembly and transport
requires an OAg ﬂippase (Wzx), OAg polymerase (Wzy), chain
length determinant (Wzz) and OAg ligase (WaaL). The H. parain-
ﬂuenzae T3T1 OAg locus appears to encode enzymes with each
of these functions (Fig. 2 and Table S1). A conserved domain
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Fig. 2. Organisation of the ﬁve sequenced H. parainﬂuenzae OAg loci. The strain name is given to the left of each diagram. Each block arrow represents an ORF, and its
predicted function (as discussed in the text) is indicated by its shading and pattern as shown in the key. Each locus encodes one of two transport systems (Wzy-dependent
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T  = glycosyltransferase, OT = O-acetyltransferase.
earch predicts PARA 02810 to belong to the RfbX family of
embrane proteins involved in OAg export, whilst the TMHMM
ransmembrane modelling algorithm predicts that it contains 12
ransmembrane domains, typical of OAg ﬂippase enzymes. The
ighest scoring BLASTP matches for PARA 02790 are OAg and cap-
ular polysaccharide polymerases from a range of bacterial families.
Ag polymerases typically show little amino acid similarity to each
ther but their tertiary structure is more conserved, with at least 10
ransmembrane domains anchoring the protein in the inner mem-
rane (Kim et al., 2010). TMHMM  predicts PARA 02790 to contain
0 transmembrane helices.
The chain length distribution of H. parainﬂuenzae T3T1 OAg is
imodal, with most LPS molecules having either 0–2 or around 20e synthesis and transfer of various OAg components. Drawn to the scale indicated.
O-units (Fig. 1A). Its OAg chain length determinant Wzz, encoded by
gene PARA 02870,  is most closely related to those of other Pasteurel-
laceae genera that produce OAg including several Mannheimia and
Actinobacillus species. The topology predicted for PARA 02870 by
TMHMM  is a long periplasmic loop ﬂanked by two  transmembrane
domains, ﬁtting the structure that has been determined for sev-
eral polysaccharide co-polymerases including Wzz  of other species
(Morona et al., 2009).
The H. parainﬂuenzae T3T1 OAg locus has some notable char-
acteristics when compared to the genome as a whole. Whilst
the average G + C content of the genome is 39.6%, that of the
OAg locus is only 32.1%; this low %G + C is typical of OAg loci
in Gram negative bacteria. In addition, the 9 bp H.  inﬂuenzae
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ptake signal sequence (USS) (Redﬁeld et al., 2006) is distributed
hroughout the T3T1 genome at an average frequency of one
very 1.4 kb but is absent from the OAg locus. These observations
upport the hypothesis that H. parainﬂuenzae has acquired this
egion of DNA through horizontal gene transfer events relatively
ecently.
he H. parainﬂuenzae strain 20 OAg contains a phosphate linkage
hose formation is catalysed by a ‘Stealth’ protein
Intragenic PCR ampliﬁcation was performed on gDNA from
he 20 study strains to test for the presence of some of the
. parainﬂuenzae T3T1 OAg locus genes (Table 1). PCR using
rimers designed to the putative UDP-GlcNAc dehydratase gene,
ARA 02740,  ampliﬁed products for 7/20 strains. This indicated that
everal strains may  be capable of decorating their LPS with at least
ne of the same sugars as strain T3T1, namely FucNAc4N. In paral-
el with the determination of the OAg structure from one of these
trains, H. parainﬂuenzae 20 (Vitiazeva et al., 2011), we sequenced
nd analysed its full OAg locus. This strain was chosen for analysis
ue to its high level of OAg expression and because its short OAg
ocus indicated a different genetic composition to that of T3T1.
Upon assembly, the DNA sequence was found to comprise 10
ntact genes spanning 11.7 kb (Fig. 2). The products of seven of these
RFs share 68–99% aa identity with proteins encoded by the strain
3T1 OAg locus (Table S2). The predicted chain length determinant
rotein, 20A, shares 83% aa identity with that of H. parainﬂuen-
ae T3T1, reﬂecting the similar modal OAg chain length of the two
trains (Fig. 1A). However, the predicted Wzx  (20B) and Wzy  (20C)
roteins share so little identity with the strain T3T1 alleles that
hey cannot be aligned; like the FucNAc4N biosynthesis genes they
re closely related to enzymes from Bacteroides and may  have been
cquired together through horizontal gene transfer.
In addition to the WcfS protein, which determines the ﬁrst
ugar of the O-unit as FucNAc4N, the H. parainﬂuenzae strain 20
Ag locus encodes two  other transferases (20D and 20E). Protein
0D shares 37% aa identity with WfgC encoded by the OAg loci
f E. coli serogroup O152 and Shigella dysenteriae group 12. These
wo OAg contain the moiety -GlcpNAc-(1 → P → 6)--Glcp (Liu
t al., 2008; Olsson et al., 2005), and WfgC is predicted to catal-
se the unusual phosphodiester linkage between the two sugars
Lundborg et al., 2010). In 2005, Sperisen and colleagues identiﬁed
 novel family of proteins that was conserved across most eukary-
tes and some prokaryotes (Sperisen et al., 2005). They termed it
Stealth’ because the bacterial members of the family appeared to
e involved in immune evasion, and hypothesised that the pro-
eins were hexose-1-phosphoryl transferases. When compared to
he Stealth alignment published by Sperisen et al., it becomes clear
hat protein 20D belongs to this family. The conserved regions
CR) which deﬁne Stealth are present at the following positions
ithin the 20D sequence: CR1 = aa 5–16; CR2 = aa 40–139; CR3 = aa
23–271; CR4 = aa 308–343. Together with its similarity to WfgC,
his information strengthens the case for gene 20D encoding a phos-
horyl transferase (i.e. an enzyme that connects two sugars via
 phosphodiester linkage, as seen in the strain 20 O-unit struc-
ure). The presence of the three transferase genes and the lack of
ialic acid biosynthesis/transfer genes in the strain 20 OAg locus is
onsistent with the observed trisaccharide O-unit structure, which
ontains FucNAc4N, glucose phosphate and GalNAc (Vitiazeva et al.,
011).
We  have recently shown that deleting wcfS in H. parainﬂuenzaetrain 20 results in both the loss of a ladder pattern on the SDS-
AGE LPS proﬁle and the loss of detectable OAg using structural
nalysis, conﬁrming the involvement of this gene in OAg production
Vitiazeva et al., 2011).dical Microbiology 303 (2013) 603– 617 609
H. parainﬂuenzae strain 13 uses an ABC transporter to add
heteropolymeric OAg to LPS
H. parainﬂuenzae strain 13 was  chosen as the next isolate for
analysis because its OAg has a different chain length distribution
and O-unit size to that of strains T3T1 or 20 (Fig. 1A), its glnA–pepB
LR-PCR product is intriguingly short (Fig. 1B), and it was negative by
PCR ampliﬁcation for gene PARA 02740 suggesting an OAg structure
that may  not contain FucNAc4N. Following cloning and sequencing
of the glnA–pepB region, BLASTP searches of the 10 ORFs found pre-
dicted an almost entirely different set of enzymes to those encoded
by the H. parainﬂuenzae T3T1 locus, with only two genes bearing
any similarity between the strains. However, the strain 13 ORFs still
encode typical OAg synthesis proteins including nucleotide-sugar
synthesis enzymes, glycosyltransferases and an OAg transport sys-
tem (Fig. 2 and Table S3).
Gene 13F encodes a protein with signiﬁcant homology to the Glf
family of UDP-galactopyranose mutases (Pfam03275). Glf catalyses
the conversion of UDP-galactopyranose to UDP-galactofuranose so
that galactofuranose (Galf) can be incorporated into structures such
as the mycobacterial cell wall (Pan et al., 2001) or E. coli OAg (Nassau
et al., 1996). The different conformations of Galp (6-membered
ring) and Galf (5-membered ring) may  confer different biological
properties on the resulting structures; Galf is thermodynamically
less stable and occurs much less frequently in nature. The presence
of glf within the H. parainﬂuenzae strain 13 OAg locus strongly sug-
gested the presence of Galf or a derivative in the O-unit, and this
was conﬁrmed by structural analysis (data not shown; Twelkmeyer
et al., manuscript in preparation). The Galf-(1,3)--d-GlcpNAc link-
age found in the disaccharide O-unit is likely to be formed by the
glycosyltransferase encoded by gene 13G, as this is the exact pre-
dicted sugar and linkage speciﬁcity of E. coli WfdJ with which it
shares 36% aa identity (Lundborg et al., 2010). The speciﬁcities of the
three other predicted glycosyltransferases (WajA, WajB and WciB)
and of the WbaP-like protein 13I have not been determined.
The strain 13 OAg structure also contains PEtn and O-acetyl
(OAc) substituents. LPS O-acetylation helps to confer resistance
to antimicrobial peptides in some species (Gunn, 2001). OAc is
likely to be added to Galf by the predicted O-acetyltransferase WajC
(Pfam01757), but no PEtn transferase was identiﬁed in the OAg
locus. The HMG  unit in H. inﬂuenzae is decorated with PEtn by an
enzyme encoded outside the hmg locus (Derek Hood, unpublished
observations) and a similar situation may  occur in H. parainﬂuenzae
strain 13. In species such as Bordetella bronchiseptica and Shigella
ﬂexneri, certain OAgs are known to undergo late modiﬁcation by
OAc or PEtn transferases after the chain has been transported to
the periplasm (Allison and Verma, 2000; King et al., 2009).
Strain 13 evidently uses an ABC2 transporter, rather than Wzx,
to transfer completed OAg from the cytoplasmic to the periplasmic
face of the inner membrane. The permease and ATPase subunits
(Wzm and Wzt) are encoded by the ﬁrst two  ORFs of the OAg
locus and are closely related to enzymes encoded by polysaccharide
biosynthesis gene clusters in Actinobacillus pleuropneumoniae and
Aggregatibacter aphrophilus, also members of the Pasteurellaceae
family. Modal chain length regulation in ABC transporter depend-
ent OAg systems is poorly understood; in some E. coli serotypes,
chain termination and transport occurs upon methylation of the
terminal sugar (Clarke et al., 2004). No methylated sugars were
found in the H. parainﬂuenzae 13 OAg by structural analysis (Twelk-
meyer et al., manuscript in preparation) and none of the proteins
encoded by its OAg locus is predicted to contain the coiled coil
motif that is typical of methyltransferases, suggesting that the
tight OAg chain length distribution in this strain is controlled by
a different mechanism. Following the ABC transporter nucleotide-
binding domain classiﬁcation scheme of Cuthbertson et al. (2010),
the H. parainﬂuenzae strain 13 Wzt  protein falls into phylogenetic
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Table 1
PCR analysis to test the distribution of H. parainﬂuenzae OAg locus genes. Primers were designed to genes in the sequenced H. parainﬂuenzae OAg loci and were used to test for the presence of each gene across the study strains by
PCR  ampliﬁcation. H. parainﬂuenzae strain numbers are listed along the top, sorted according to the OAg locus groups which became apparent during the study. The origin of each strain is given below the strain number as either
The  Gambia (G) or the United Kingdom (UK). PCR results are scored according to the products visible by agarose gel electrophoresis. ‘+’ indicates a PCR in which a product of the expected size was ampliﬁed; ‘−’ indicates that no
product  was detected. Positions are left empty where no PCR was attempted. The nnaA–nnaD genes are usually found together, so primers were designed only to nnaB (NT = not tested). For some genes, a second primer pair was
tested  on strains that had given negative results. These alternative primers were designed to the strain 19 or strain 20 allele; when a product was obtained only for the second primer pair this is marked as ‘19’ or ‘20’, respectively.
Group 1 OAg loci Group 2 OAg loci Ungrouped Hybrid
Strain 2 19 20 22 24 T3T1 31 8 10 13 14 15 16 18 35 17 30 34 Hy6 Hy11
Gene  Putative function Primers UK G UK UK G G G UK UK G UK G UK G UK G G G UK UK
H. parainﬂuenzae T3T1 OAg locus (PARA )
02870 Chain length determinant P1/P2 − 19 − 19 19 + 19 − − − − − − − − − − − − −
02860  NnaD (NeuD) NT
02850 NnaB (NeuB) P3/P4 − + − + + + + − − − − − − − − − − − − −
02840  NnaC (NeuA) NT
02830 NnaA (NeuC) NT
02820 O-acetyl transferase P5/P6 − + − − − + − − − − − − − − − − − − − −
02810  OAg ﬂippase P7/P8 − + 20 − − + − − − − − − − − − − − − − −
02880  Sialyltransferase P9/P10 − + − − − + − − − − − − − − − − − − − −
02790  OAg polymerase P11/P12 − + 20 − − + − − − − − − − − − − − − − −
02780  Glycosyltransferase P13/P14 − + − − + + + − − − − − − − − − − −
02770  Glycosyltransferase P15/P16 − + 20 20 + + + − − − − − − − − − − − − −
02760  Aminotransferase P17/P18 + + + + + + + − −
02750  UndP-FucNAc4N P-transferase P17/P19 + + + + + + + − − − − − − − − − − − − −
02740  UDP-GlcNAc dehydratase P20/P21 + + + + + + + − − − − − − − − − − − − −
02730  OAg ligase P22/P23 20 20 20 + + + + − − − − − − − − − − − − −
02720  (dTDP-Glc dehyd.) to pepB P24/P25 + + + + + + + + + + + + + + + + − − − −
Strain  13 OAg locus
glnA to 13A (ABC permease) P26/P27 + + + + + + + − − − −
13A  ABC (permease subunit) P26/P28 − − − − − − − + + + + + + + − − − − − −
13B  ABC (ATPase subunit) P29/P30 − − − − − − − − + + − + − + − − − − + −
13C  Glycosyltransferase P31/P32 − − − − − − − − − + − + − + − − − − − −
13D  Glycosyltransferase P33/P34 − − − − − − − − − + − + − + − − − − − −
13E  O-acetyl transferase P35/P36 − − − − − − − − − + − + − − − − − − − −
13F  UDP-Galp mutase P37/P38 − − − − − − − + + + + + + + + − − − + +
13G  Glycosyltransferase P39/P40 − − − − − − − − − + − − − + + − − − + −
13H  Glycosyltransferase P41/P42 − − − − − − − + + + + + + + + − − − + +
13I  UndP-sugar P-transferase P43/P44 − − − − − − − + + + + + + + + − − − + +
13I  to 13J (dTDP-Glc dehyd.) P43/P45 + + + + + + + + + +
17B  OAg polymerase P46/P47 − − − − − − − − − − − − − − − + − − − −
17C  OAg ﬂippase P48/P49 − − − − − − − − − − − − − − − + − − − −
17J  Ribose-5P reductase P50/P51 − − − − − − − − − − − − − − − + − − − −
30B  Glc1P thymidylyltransferase P52/P53 − − − − − − − − − − − − − − − − + + − −
30E  ABC (permease subunit) P54/P55 + +
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roup D. Members of this group lack C-terminal extensions and
he polysaccharides that they transport do not typically contain
hain-terminating modiﬁcations.
ost H. parainﬂuenzae strains have a T3T1-like (group 1) or a
train 13-like (group 2) OAg locus
To investigate whether other H. parainﬂuenzae strains have simi-
ar OAg loci to the three sequences that were now available, internal
rimers were designed to each gene in the H. parainﬂuenzae strain
3 OAg locus and to some of the genes that had yet to be studied
rom the H. parainﬂuenzae T3T1 OAg locus. The presence of each
ene was tested in the study strains by PCR ampliﬁcation (Table 1).
he results were striking in that they immediately separated 15 of
he 18 true H. parainﬂuenzae strains into two clear OAg locus cate-
ories. Seven strains, designated as group 1, contained homologues
f the genes needed for FucNAc4N synthesis and transfer in strain
3T1 (genes PARA 02760,  PARA 02750 and PARA 02740).  A subset
f these seven strains also gave PCR products for the two putative
train T3T1 glycosyltransferase genes and/or the sialic acid syn-
hase gene nnaB (neuB). The nnaB-positive strains correspond to
he ﬁve largest LR-PCR products in Fig. 1B. Most strains in group 1
lso showed evidence for genes required for the Wzy-dependent
echanism of OAg synthesis and transport (Table 1).
A mutually exclusive set of eight strains were positive for the H.
arainﬂuenzae strain 13 UndP-sugar phosphotransferase gene 13I,
nd for 13H which we predict to encode an enzyme involved in
he synthesis or transfer of Galf. All of these isolates except strain
5 also appear to encode a similar ABC transporter (permease sub-
nit) to that of the strain 13 OAg locus. The eight isolates containing
he strain 13-like loci were designated as group 2. In addition the
wo hybrid strains, Hy6 and Hy11, share a few of the group 2 OAg
ocus genes. Group 1 and group 2 OAg loci are found in both Gam-
ian and UK strains, but the group 2 loci from Gambian strains
H. parainﬂuenzae 13, 15 and 18) appear to be particularly closely
elated.
OAg locus mapping by PCR ampliﬁcation of various combina-
ions of adjacent genes indicated that the order of the genes that are
resent is generally conserved within the groups (RY, unpublished
ata). It is evident from Fig. 1B that the OAg loci of H. parainﬂuenzae
trains 14 and 16 are several kilobases longer than that of strain 13;
erhaps the central region comprises a novel set of glycosyltrans-
erase genes and/or sugar synthesis genes instead of ORFs 13C to
3E.
No strains yielded PCR products for both group 1 and group 2
enes: although strains T3T1 and 13 share the last ORF in the OAg
ocus (PARA 02720/13J)  there are no other genes in common, so
he exchange of sections of the OAg locus between group 1 and
roup 2 strains by homologous recombination would be unlikely.
he different assembly systems used by the two groups (Wzy-
ependent or ABC transporter) would also impose constraints on
eassortment, if the OAg locus is to remain functional.
For three strains (H. parainﬂuenzae 17, 30 and 34), no PCR prod-
cts were obtained using any of the group-speciﬁc T3T1 or strain
3 primers. To investigate whether these strains contained novel
ets of OAg genes, the glnA–pepB regions of H. parainﬂuenzae strains
7 and 30 were digested, cloned in E. coli and sequenced. Both of
hese strains produce unique OAg-like ladders visible on a heavily
oaded SDS-PAGE gel (Fig. 1A and Fig. S1), suggesting that their OAg
oci are likely to be both novel and functional.
nalysis of the H. parainﬂuenzae strain 17 OAg locusFollowing sequence assembly, the H. parainﬂuenzae strain 17
lnA–pepB region was found to contain 14 ORFs over 14.8 kb (Fig. 2).
he genes encode functions that are typical of OAg synthesis anddical Microbiology 303 (2013) 603– 617 611
Wzy-dependent assembly (Table S4). In brief, the locus includes
genes encoding six putative glycosyltransferases and one acyltrans-
ferase, suggesting an O-unit comprising up to six sugars and at least
one OAc group. Two  genes provide evidence for the presence of
Galf in the OAg. Firstly, the product of gene 17D shares 87% aa iden-
tity with Glf from S. pneumoniae, where it is present in strains that
include Galf in their capsule. Secondly, gene 17E is a putative homo-
logue of pneumococcal wciB, whose product has been categorised
as a Galf transferase and always adds the sugar via a 1,3 linkage
(Aanensen et al., 2007).
17I and 17J are similar to the enzymes required for the two-
step conversion of d-ribulose-5P to CDP-ribitol (Baur et al., 2009),
which is used to make the polyribitol-phosphate component of
teichoic acid in the Gram positive cell wall. Protein 17F shares 61%
aa identity with WefL in S. oralis strains C104 and SK144, where
it is proposed to transfer ribitol-5-phosphate to Galf (Yang et al.,
2009). Ribitol phosphate is an unusual OAg component and would
contribute negative charge to the O-unit.
Analysis of the H. parainﬂuenzae strain 30 OAg locus
The H. parainﬂuenzae strain 30 glnA–pepB region contains 12
ORFs (Fig. 2). The ﬁrst 11 of these correspond to the majority
of the 12-gene Aggregatibacter (previously Actinobacillus)  actino-
mycetemcomitans serotype c OAg locus, with 71–94% aa identity
between gene products (Table S5). This greatly aids prediction
of the H. parainﬂuenzae strain 30 OAg structure, as the A. actino-
mycetemcomitans serotype c OAg has been studied in detail and
is known to comprise → 3)-6-deoxy--l-talose-(1,2)-6-deoxy--l-
talose-(1→ with acetylation at the O-4 position of the ﬁrst of these
two sugars (Nakano et al., 1998; Shibuya et al., 1991).
Overall, the O-unit is likely to be very similar to that of A.
actinomycetemcomitans serotype c, including one or more 6-deoxy-
l-talopyranose residues and some degree of acetylation carried out
by the product of gene 30I. The OAg may  also contain l-rhamnose,
which differs from 6-deoxy-l-talose only in the stereochemistry of
the C4 carbon. 6-deoxy-l-talose has previously been found in the
OAg of three E. coli serotypes (Jann et al., 1995) and the Mesorhizo-
bium loti type strain (Russa et al., 1995).
Primers designed to the strain 30 genes 30B (rham-
nose/deoxytalose synthesis pathway gene) and 30E (ABC
transporter permease subunit gene) ampliﬁed PCR products
from H. parainﬂuenzae strain 34 gDNA (Table 1), and the MfeI
digestion pattern of the LR-PCR product from this strain includes
a fragment of approximately the same molecular mass as the
30G–30L fragment from H. parainﬂuenzae 30 (6.5 kb; Fig. 1B). It
therefore seems likely that strain 34 contains an OAg locus of a
broadly similar composition to that of strain 30, although no OAg
has been observed for the former strain. These results mean that
putative OAg biosynthesis genes have now been detected in all 20
study strains.
Recommended primers for the categorisation of H. parainﬂuenzae
OAg loci
The diversity of OAg genes within the 20 strains of the study
panel is so great that it is not practical to develop a serotype nam-
ing system at present. However, it may  be useful for researchers to
categorise clinical isolates broadly by OAg group and/or to com-
pare the restriction patterns of their OAg loci to examine virulence
trends. Group 1 and group 2 OAg loci may  be distinguished by
two simple polymerase chain reactions using gDNA; we  recom-
mend primer pair P20/P21, which ampliﬁes a 656 bp fragment of
a FucNAc4N biosynthesis gene in group 1 loci, and P37/P38, which
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Fig. 3. Phenotypic analysis of H. parainﬂuenzae OAg mutants derived from strains
with group 1 or group 2 OAg loci. (A) LPS proﬁles of H. parainﬂuenzae strain 15
and  its lgtF, waaL and wbaP mutants, showing the loss of OAg in all three mutants.
12.5  l of proteinase K treated cell lysates at OD260 = 1 were separated by tricine SDS-
PAGE and silver-stained. Only the OAg region of the gel is shown. (B) Resistance of
H.  parainﬂuenzae strain 15 (group 2) and its OAg mutants to the killing effect of
pooled human serum. Results are shown as the survival of inoculating bacteria as a
percentage of the survival in a 10% decomplemented serum control well. Each data
point represents the mean of three replicates; error bars show ±standard error of
the mean. (C) Resistance of H. parainﬂuenzae strain 20 (group 1) and its UndP-sugar
phosphotransferase mutants to the killing effect of pooled human serum. Results
are  shown as the survival of inoculating bacteria as a percentage of the survival12 R.E.B. Young et al. / International Journa
mplify a 537 bp fragment of a Galf biosynthesis gene in group 2
oci. Primer sequences are given in Table S8.
dentiﬁcation of an OAg ligase gene between fba and orfH, outside
he OAg gene cluster
The transfer of OAg from the UndP carrier to core LPS is usually
arried out by an OAg ligase. Whilst all seven group 1 H. parainﬂuen-
ae OAg loci include a putative OAg ligase gene (Table 1), the group
 OAg locus of strain 13 and the ungrouped OAg loci of strains 17
nd 30 do not. We  therefore investigated whether any of the unse-
uenced H. parainﬂuenzae OAg loci contain an OAg ligase gene in a
articular position and whether strain 13 or other strains encode
n OAg ligase elsewhere in the genome.
In the H. inﬂuenzae hmg  locus, the ORF encoding the HMG  ligase
s at the distal end between HI0873 (annotated as rfbB but of
nknown function) and the locus-ﬂanking gene pepB and is con-
ergent in orientation with the rest of the locus (Hood et al., 2004).
CR analysis demonstrated that a ligase gene is not found between
fbB and pepB in any of our 18 H. parainﬂuenzae strains (Fig. S2).
The H. parainﬂuenzae strain 13 genome has not been sequenced,
ut limited sequence data is available for strain 15 (Power et al.,
012), which produces OAg with a similar PAGE proﬁle and has
 similar OAg locus to strain 13 (Fig. 1A and Table 1). Using
LASTP we identiﬁed a DNA sequence fragment from strain 15 with
imilarity to the 3′ end of the H. parainﬂuenzae T3T1 OAg ligase
ene PARA 02730.  PCR ampliﬁcation and further sequence analy-
is revealed that the ORF was ﬂanked by the LPS HepI transferase
ene orfH and the fructose bis-phosphate aldolase gene fba in strain
5; these two genes are adjacent in strain T3T1 (PARA 08430 and
ARA 08440,  respectively).
PCR analysis was performed to test which H. parainﬂuenzae
tudy strains contain a strain 15-like waaL gene. Using internal
train 15 waaL primers, a 730 bp product was ampliﬁed from 13 of
he 20 study strains (Fig. S3). These comprised all eight H. parain-
uenzae strains with group 2 OAg loci, the three ungrouped strains
17, 30 and 34), and two strains with group 1 OAg loci (2 and 19).
CR products obtained using primers designed to fba and orfH were
onsistent with the presence of an intervening gene (i.e. waaL) at
his locus in the same 13 strains (Fig. S3).
Full length strain 15-like waaL DNA sequences were obtained
or strains 13 and 19 and are available via Genbank. When trans-
ated, these sequences share more homology with WaaL from A.
phrophilus (57% aa identity) than with the H. inﬂuenzae Rd HMG
igase, HI0874 (42%) or the H. parainﬂuenzae T3T1 OAg ligase,
ARA 02730 (34%). TMHMM  analysis predicts that the strain 13
aaL contains 12 membrane-spanning domains and an 89 aa
eriplasmic loop. This topology is typical for an OAg ligase: the
eriplasmic loop regions of Salmonella enterica sv. Typhimurium
nd E. coli WaaL are predicted to be 73 and 84 aa, respectively
Abeyrathne and Lam, 2007).
An H. parainﬂuenzae strain 15 mutant in which the newly dis-
overed OAg ligase gene was disrupted did not synthesise any
Ag-containing glycoforms (Fig. 3A), consistent with the hypothe-
is that this gene encodes the ligase responsible for the addition of
he OAg to the LPS core in this strain.
Whilst it is reassuring to identify the OAg ligase gene in the
roup 2 and ungrouped H. parainﬂuenzae strains, its presence in
trains 2 and 19 was unexpected as these also include genes related
o H. parainﬂuenzae strain 20 waaL in their OAg loci (PCR analysis,
able 1). A possible scenario is that these two lineages recently
xchanged a group 2 locus for a new group 1 locus, acquiring an
xtra OAg ligase gene in the process, and have not yet lost the
riginal ligase gene. Alternatively, one might be a pseudogene, or
he two ligases might act upon different donor (polysaccharide)
nd/or acceptor (LPS/protein) molecules in these strains. OAgin  a 10% decomplemented serum control well. 20.18 and 20.19 are independent
transformants made using the same parental strain and plasmid. Each data point
represents the mean of two replicates.
ligase homologues are known to add O-linked sugars to certain
cell surface proteins in some other species, e.g. pilin glycosylation
in Neisseria meningitidis (Power et al., 2006).
The O-antigen confers resistance to complement-mediated killing
Having established that all of the H. parainﬂuenzae strains tested
contain an OAg gene cluster, we  investigated the biological roles
of the O-antigens using several in vitro assays that are proxies for
aspects of host interactions. Serum isolated from human blood con-
tains complement components and some antibodies, so the serum
bactericidal assay can detect both classical and alternative comple-
ment activation. It primarily measures killing that is mediated by
MAC  formation, because serum does not contain the macrophages
and neutrophils that are required for opsonophagocytosis.
The UndP sugar transferase genes in H. parainﬂuenzae strains
20 and 15 (wcfS and wbaP, respectively) were disrupted with a
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anamycin resistance cassette by transformation with plasmid
onstructs. This resulted in the complete loss of OAg from both
train 20 (Vitiazeva et al., 2011) and strain 15 (Fig. 3A), demon-
trating that the respective loci are required for OAg formation
s predicted. Elimination of the OAg by disrupting wcfS, wbaP,
aaL or lgtF results in a dramatic loss of resistance to the killing
ffect of complement in pooled human serum across a range of
. parainﬂuenzae strains, regardless of whether the OAg locus was
ategorised as group 1 or group 2 (Fig. 3B and C and Table S6).
pithelial adhesion is affected by extensions from HepI of the LPS
Adherence to host cells is one of the ﬁrst steps required for the
olonisation of the respiratory tract, allowing bacteria to establish
hemselves in a relatively constant environment whilst avoiding
iliary clearance. For H. inﬂuenzae,  association with epithelial cells
s thought to be a prerequisite for invasive disease, as the bacte-
ia must move either through or between the cells of the epithelial
arrier to reach the bloodstream. Two OAg-expressing H. parain-
uenzae strains were compared to H. inﬂuenzae regarding their
bility to invade human bronchial epithelial cells in vitro during
 2.5 h incubation. The percentage of total bacteria that were found
nside epithelial cells was 1.9 × 10−5% for H. parainﬂuenzae strain
3, 3.3 × 10−5% for H. parainﬂuenzae strain 20 and 9.3 × 10−5% for
. inﬂuenzae strain Rd (Fig. 4A). This data is consistent with the
ypothesis that of the two species, H. parainﬂuenzae is less able to
nvade epithelial cells so may  be less likely to behave pathogeni-
ally.
To examine the role of LPS structure in H. parainﬂuenzae adhe-
ion, association assays were performed using lgtF mutants of
trains with group 1 or group 2 OAg (Fig. 4B and C). Intriguingly,
he effect of ablating the addition of OAg and Glc to HepI of the
PS (i.e. mutating lgtF) was strain-dependent. The H. parainﬂuen-
ae T3T1 lgtF mutant, T3T1.2, showed 15 times greater association
ith epithelial cells than wild type H. parainﬂuenzae T3T1, suggest-
ng that the OAg impairs adherence. For H. parainﬂuenzae strain 13,
hich has a different OAg structure, the lgtF mutant appeared to
dhere less than the wild type strain. OAg therefore appears to play
pposite roles in adhesion in the two study strains (see Discussion).
iscussion
LPS is one of the main structural components of the outer mem-
rane in Gram negative bacteria, and in many species the exposed
osition of OAg makes it a key determinant of interactions with the
ost. We  have demonstrated that all of 18 commensal H. parain-
uenzae isolates contain a cluster of genes related to polysaccharide
ynthesis and transport ﬂanked by glnA and pepB. This provides
trong evidence that there is positive selection in H. parainﬂuenzae
or the ability to synthesise a polysaccharide structure on its sur-
ace via an UndP carrier. Mutation of the UndP sugar transferase
ene in several strains conﬁrmed the involvement of the locus in
PS OAg and O-unit synthesis.
We have demonstrated that it is possible to predict some OAg
tructural details from the genes present in an OAg locus. This has
llowed us to generate an overview of O-unit diversity within H.
arainﬂuenzae without needing to analyse every structure using
hemical methods. Many glycosyltransferase genes found in the
Ag loci do not have close homologues in other species in the NCBI
atabase and may  have novel donor sugar, acceptor site and/or
inkage speciﬁcities, making them potentially interesting to gly-
obiologists attempting to synthesise particular oligosaccharides
Paton et al., 2000) or creating panels of glycans for drug discov-
ry screens. The sugars predicted or proven to form part of these H.
arainﬂuenzae OAg structures include Galp, Galf, GalpNAc, GlcpNAc,dical Microbiology 303 (2013) 603– 617 613
FucpNAc4N, Neu5Ac, ribitol and deoxytalose, with OAc and PEtn
additions.
There was an approximately equal distribution across the H.
parainﬂuenzae strains of the two  most common OAg synthesis and
transport systems. Although many bacterial species comprise a
mixture of Wzy-dependent and ABC transporter-dependent OAg
serotypes, it is unusual for the two types of OAg loci to map  to the
same genomic location as they do in H. parainﬂuenzae.  This ensures
that only one OAg locus is present in each strain. The use of an ABC
transporter for heteropolymeric OAg export, as seen in H. parain-
ﬂuenzae strain 13, is rare but not unprecedented (Perepelov et al.,
2009; Xu et al., 2010).
Amongst the H. parainﬂuenzae strains tested we found no corre-
lation between the type of OAg locus and the presence of particular
H. inﬂuenzae-like outer core LPS biosynthesis genes that we had
previously identiﬁed (Young and Hood, 2013) such as lpsB, losB1
and lic2C. This emphasises the high degree of genetic exchange that
must occur in H. parainﬂuenzae,  particularly in the genes required
for OAg synthesis. It also increases the likelihood that a strain
colonising a new host expresses an LPS structure that has not been
encountered by the host’s immune system before, thereby extend-
ing the average length of colonisation whilst speciﬁc antibodies are
produced. Indeed, if we  combine our genetic data for outer core and
OAg-related genes and assume that all strains can express at least
one O-unit in vivo, around 16 of the 18 H. parainﬂuenzae strains are
predicted to express unique LPS structures.
The diversity of H. parainﬂuenzae OAg structures contrasts
strongly with the H. inﬂuenzae HMG  unit, for which the biosynthetic
enzymes are also encoded between glnA and pepB in a vestigial OAg
locus; 60% of NTHi strains synthesise the same two non-polymeric
tetrasaccharide HMG  structures, and the remaining 40% do not have
the hmg locus (Hood et al., 2004). As the H. inﬂuenzae outer core
structure is highly variable within and between strains due to phase
variation, the requirement to display diverse OAgs for immune eva-
sion is likely reduced. Several other mucosal pathogens, including
N. meningitidis, Bordetella pertussis and Campylobacter jejuni, also
lack OAg on their LPS.
The genomes of one isolate each of Haemophilus sputorum and
Haemophilus haemolyticus have recently been sequenced as part
of the NIH Human Microbiome Project (Peterson et al., 2009). The
structure and biosynthetic genes of LPS have never been inves-
tigated in these species. BLASTP analysis (RY, unpublished data)
reveals that both genomes contain an apparent intact polysaccha-
ride biosynthesis locus remarkably similar to the H. parainﬂuenzae
strain 13 OAg locus, with homologues of wzm, wzt, glf,  wfdJ, wciB,
rfbB and wbaP. In the H. sputorum CCUG13788 locus, genes 13C to
13E are replaced by a single glycosyltransferase gene (Fig. S4) and
no ligase gene is present. In H. haemolyticus HK386 the locus con-
tains a convergent OAg ligase gene (waaL) with 78% aa identity to
the ligase gene (HI0874) that is found in the same position and
orientation in the H. inﬂuenzae Rd HMG  locus (Fig. S4). The results
of our earlier BLAST analyses (Tables S1 and S3) suggest that dif-
ferent H. haemolyticus strains carry H. parainﬂuenzae-like group 1
and group 2 OAg, respectively. Future electrophoretic and struc-
tural LPS analyses of these and other Haemophilus species may  well
reveal that OAg is widespread across the genus, with H. inﬂuenzae
an exception to the rule.
It is clear that other bacteria found in the human respira-
tory tract are an important source of OAg synthesis genes for H.
parainﬂuenzae,  although the direction of individual horizontal gene
transfer events is difﬁcult to ascertain. Genetic exchange does not
appear to be limited to genes from related species or those involved
in OAg synthesis, as some of the closest potential homologues found
to H. parainﬂuenzae OAg locus genes were capsule and teichoic acid
synthesis genes from the Gram positive respiratory tract species
S. pneumoniae and Gemella haemolysans. As H. parainﬂuenzae is
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Fig. 4. Interactions between epithelial cells and Haemophilus bacteria in vitro. (A) Uptake of Haemophilus bacteria by human bronchial epithelial cells. H. parainﬂuenzae
strains 13 and 20 and H. inﬂuenzae strain Rd were incubated in a 96-well plate with a monolayer of 16HBE14 cells. The y axis records the number of bacteria that were inside
the  epithelial cells after a 2.5 h incubation as a percentage of the total bacteria in a control well. Each bar represents the mean value for three replicates; the error bars show
±standard error of the mean. (B) LPS proﬁles of two H. parainﬂuenzae isolates and their lgtF mutants. 12.5 l of proteinase K treated cell lysates at OD260 = 5 (left panel) or
OD260 = 1 (right panel) were separated by tricine SDS-PAGE and silver-stained. Labels above each lane are the wild type strain (bold) or lgtF mutant clone numbers. LgtF is the
glucosyltransferase responsible for the addition of Glc to HepI, and as the Glc is the OAg attachment point, lgtF mutants lack this Glc residue and OAg from the LPS. The T3T1
and  T3T1.2 proﬁles contain several protein bands that could not be removed by proteinase K treatment. (C) Association of H. parainﬂuenzae strains T3T1 and 13 and their lgtF
mutants with human bronchial epithelial cells. Bacteria were incubated in a 96-well plate with a monolayer of 16HBE14 cells. The y axes record the number of bacteria that
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standard error of the mean. Note that both lgtF mutants show approximately the 
eported to colonise the human digestive tract and can be cultured
rom faecal samples (Palmer, 1981), genetic exchange with species
uch as B. fragilis and Shigella dysenteriae may  also occur: this was
eﬂected in the BLAST analysis. OAg expression may  in fact aid
olonisation of the digestive tract by H. parainﬂuenzae as it does
or other bacteria (Fowler et al., 2006).
All group 2 and ungrouped H. parainﬂuenzae strains were found
o encode a putative OAg ligase outside the OAg locus, between
he genes fba and orfH. This was shown to be required for the
ynthesis of OAg-containing LPS glycoforms in strain 15. A homo-
ogue of this ligase gene is also present next to fba in the genome
equences of several other Pasteurellaceae, including species of thewell. Each bar represents the mean value for three replicates; the error bars show
level of association to epithelial cells.
genera Actinobacillus,  Aggregatibacter, Pasteurella and Mannheimia,
suggesting that it is either ancestral or has spread through the
family very successfully by lateral gene transfer. When Tang and
Mintz (2010) interrupted the ligase gene next to fba in A. actino-
mycetemcomitans,  they observed not only the loss of OAg from the
LPS proﬁle but also a shift in the electrophoretic mobility of the
adhesin EmaA, which is usually glycosylated with what is thought
to be the same ‘OAg’. This glycosylation step was  important for
the stability of EmaA (Tang et al., 2012). It is possible that the H.
parainﬂuenzae homologue is also bifunctional and could glycosy-
late both LPS and certain outer membrane proteins with identical
polysaccharides.
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H. parainﬂuenzae may  confer some protection against colonisa-
ion with more pathogenic species (Van Hoogmoed et al., 2008) but
ince it is also occasionally implicated in disease, opinion is likely
o be divided over whether it would be desirable to retain or reduce
olonisation levels. In any case it is important that we understand
he potential impact of H. inﬂuenzae vaccination programmes on
he respiratory ﬂora. We  found capsule synthesis genes in only one
f our 18 H. parainﬂuenzae isolates (strain 18; unpublished data)
nd the sugar-speciﬁc genes were not H. inﬂuenzae-like, so capsule-
ased H. inﬂuenzae vaccines are unlikely to target H. parainﬂuenzae.
egarding potential NTHi vaccines, those based on cell-surface pro-
eins may  target both species, whilst those based on the LPS HMG
nit (Sundgren et al., 2010) would not impact directly on H. parain-
uenzae as the O-unit structures produced by this species contain
ifferent sugar and linkage combinations to the HMG.
The presence, quantity and structure of polysaccharides on the
acterial cell surface have profound effects upon interactions with
ost molecules and cells. We  demonstrated that in line with ﬁnd-
ngs in other species (Holzer et al., 2009; Merino et al., 1992), OAg
ontributes to the ability of H. parainﬂuenzae to resist the killing
ffect of human complement. Long OAg chains can prevent anti-
odies that recognise conserved membrane proteins from reaching
heir target (Russo et al., 2009), whilst antibodies binding to the end
f the OAg chain can trigger deposition of the complement compo-
ent C3 away from the bacterial membrane (Goebel et al., 2008).
3 deposition on the outer membrane is required for the formation
f the membrane attack complex (MAC) and for targeting bacte-
ia to phagocytes. Although the complement system is associated
rimarily with serum, complement components are also found in
espiratory mucosa, especially during inﬂammation (Hallstrom and
iesbeck, 2010), so the ability of H. parainﬂuenzae to synthesise OAg
s likely to contribute to its high carriage rates.
For S. enterica sv. Typhimurium and Burkholderia cenocepacia,
he presence of particular OAgs on the LPS has been shown to
ecrease association with host cells (Holzer et al., 2009; Saldias
t al., 2009). In cases such as these it is usually postulated that
Ag may  prevent attachment by masking surface adhesins; this
ould indeed be true for H. parainﬂuenzae strain T3T1, which
ttaches more readily to epithelial cells in the absence of OAg.
n contrast, one group of OAg structures has been shown to con-
ribute to adhesion. Human epithelial cells secrete a multipurpose
-galactoside-speciﬁc lectin called galectin-3 which binds to the
pithelial surface and the extracellular matrix (Dumic et al., 2006).
PS structures that contain terminal -galactoside, such as cer-
ain OAg in Helicobacter pylori and the outer core in Neisseria
onorrhoeae, promote bacterial–host cell adhesion by binding to
alectin-3 (Fowler et al., 2006; John et al., 2002). The OAg of H.
arainﬂuenzae strain 13 appeared to promote, rather than reduce,
dhesion to epithelial cells. This OAg contains a -galactoside
tructure; indeed, its O-unit backbone is poly-N-acetyllactosamine,
hich (albeit with different linkages) was the oligosaccharide that
ound galectin-3 most strongly from a panel of 41 potential lig-
nds in a study by Hirabayashi and colleagues (2002). This provides
 possible explanation as to the contrasting effects of different H.
arainﬂuenzae OAgs on epithelial attachment.
Despite the presence of a potential OAg locus, some of our
. parainﬂuenzae strains did not synthesise any detectable OAg
hen cultivated under standard laboratory conditions (37 ◦C on
HI agar). Regulation of the quantity and length of OAgs in response
o environmental cues such as temperature, iron concentration or
erum concentration can allow bacteria to modify their physical
nd immunological properties to aid survival (Holzer et al., 2009;
imenez et al., 2008), and it is likely that under certain in vivo
onditions OAg would be upregulated to detectable levels in the
. parainﬂuenzae strains. However, as we have not sequenced all
8 OAg loci we cannot rule out the possibility that some may  bedical Microbiology 303 (2013) 603– 617 615
non-functional due to mutations. H. pylori and B. fragilis use DNA
repeat slippage and invertible promoters respectively to phase-
vary their OAg structures (Cerdeno-Tarraga et al., 2005; Sanabria-
Valentin et al., 2007); we  found no evidence for either of these
sequence features in the ﬁve H. parainﬂuenzae OAg loci analysed.
In some species, particular OAg serogroups are associated with
increased virulence: for example, most cases of Legionnaire’s dis-
ease are caused by serogroup 1 strains of Legionella pneumophila,
which are spread across diverse lineages but share the same OAg
genes (Cazalet et al., 2008). The genomes of three clinical H. parain-
ﬂuenzae isolates have recently been sequenced as part of the Human
Microbiome Project. Data extracted from NCBI show that all have
an OAg gene cluster between glnA and pepB. In isolates HK262 (from
the urogenital tract) and HK2019 (from a facial skin abscess), the
locus is 100% identical and encodes proteins typical of a group I
H. parainﬂuenzae OAg locus including WcfS, Wzz  and WaaL. The
OAg locus sequence data for H. parainﬂuenzae ATCC33392, isolated
from a septic ﬁnger, are incomplete but it also encodes potential
homologues of the three aforementioned proteins. This is consis-
tent with, but in no way  proves, the hypothesis that only a subset
of H. parainﬂuenzae OAg serotypes is capable of causing disease.
Acknowledgements
This research was supported by grants from the Medical
Research Council, UK. We  thank Derrick Crook and Abdel Elamin for
providing the H. parainﬂuenzae and hybrid strains, Richard Moxon
for helpful discussions, Kathy Makepeace for assistance with asso-
ciation assays, and John Frankland and Tim Rostron of the WIMM
DNA Sequencing Service. Gordon Stevenson and Peter Reeves of the
Bacterial Polysaccharide Gene Database provided new gene names.
Appendix A. Supplementary data
Supplementary data associated with this article can be found,
in the online version, at http://dx.doi.org/10.1016/j.ijmm.2013.
08.006.
References
Aanensen, D.M., Mavroidi, A., Bentley, S.D., Reeves, P.R., Spratt, B.G., 2007. Predicted
functions and linkage speciﬁcities of the products of the Streptococcus pneumo-
niae capsular biosynthetic loci. J. Bacteriol. 189, 7856–7876.
Abeyrathne, P.D., Lam, J.S., 2007. WaaL of Pseudomonas aeruginosa utilizes ATP in
in  vitro ligation of O antigen onto lipid A-core. Mol. Microbiol. 65, 1345–1359.
Adlam, C., Knights, J.M., Mugridge, A., Williams, J.M., Lindon, J.C., 1987. Produc-
tion of colominic acid by Pasteurella haemolytica serotype A2 organisms. FEMS
Microbiol. Lett. 42, 23–25.
Allison, G.E., Verma, N.K., 2000. Serotype-converting bacteriophages and O-antigen
modiﬁcation in Shigella ﬂexneri. Trends Microbiol. 8, 17–23.
Altschul, S.F., Madden, T.L., Schaffer, A.A., Zhang, J., Zhang, Z., Miller, W.,  Lipman,
D.J., 1997. Gapped BLAST and PSI-BLAST: a new generation of protein database
search programs. Nucleic Acids Res. 25, 3389–3402.
Arbatsky, N.P., Kondakova, A.N., Senchenkova, S.N., Siwinska, M.,  Shashkov, A.S.,
Zych, K., Knirel, Y.A., Sidorczyk, Z., 2007. Structure of a new ribitol teichoic
acid-like O-polysaccharide of a serologically separate Proteus vulgaris strain,
TG 276-1, classiﬁed into a new Proteus serogroup O53. Carbohydr. Res. 342,
2061–2066.
Bailey, C., Duckett, S., Davies, S., Townsend, R., Stockley, I., 2011. Haemophilus parain-
ﬂuenzae prosthetic joint infection. The importance of accurate microbiological
diagnosis and options for management. J. Infect. 63, 474–476.
Baumann, H., Tzianabos, A.O., Brisson, J.R., Kasper, D.L., Jennings, H.J., 1992. Struc-
tural elucidation of two capsular polysaccharides from one strain of Bacteroides
fragilis using high-resolution NMR  spectroscopy. Biochemistry 31, 4081–4089.
Baur, S., Marles-Wright, J., Buckenmaier, S., Lewis, R.J., Vollmer, W.,  2009. Synthesis
of  CDP-activated ribitol for teichoic acid precursors in Streptococcus pneumoniae.
J.  Bacteriol. 191, 1200–1210.
Bentley, S.D., Aanensen, D.M., Mavroidi, A., Saunders, D., Rabbinowitsch, E., Collins,
M.,  Donohoe, K., Harris, D., Murphy, L., Quail, M.A., Samuel, G., Skovsted, I.C.,
Kaltoft, M.S., Barrell, B., Reeves, P.R., Parkhill, J., Spratt, B.G., 2006. Genetic analy-
sis  of the capsular biosynthetic locus from all 90 pneumococcal serotypes. PLoS
Genet. 2, e31.
Bergstrom, N., Jansson, P.E., Kilian, M.,  Skov Sorensen, U.B., 2000. Structures of two
cell wall-associated polysaccharides of a Streptococcus mitis biovar 1 strain.
6 l of Me
B
C
C
C
C
C
C
D
D
D
F
G
G
G
H
H
H
H
H
J
J
J
K
K
K
K16 R.E.B. Young et al. / International Journa
A unique teichoic acid-like polysaccharide and the group O antigen which
is  a C-polysaccharide in common with pneumococci. Eur. J. Biochem. 267,
7147–7157.
lack, C.T., Kupferschmid, J.P., West, K.W., Grosfeld, J.L., 1988. Haemophilus parain-
ﬂuenzae infections in children, with the report of a unique case. Rev. Infect. Dis.
10, 342–346.
azalet, C., Jarraud, S., Ghavi-Helm, Y., Kunst, F., Glaser, P., Etienne, J., Buchrieser,
C.,  2008. Multigenome analysis identiﬁes a worldwide distributed epidemic
Legionella pneumophila clone that emerged within a highly diverse species.
Genome Res. 18, 431–441.
erdeno-Tarraga, A.M., Patrick, S., Crossman, L.C., Blakely, G., Abratt, V., Lennard,
N.,  Poxton, I., Duerden, B., Harris, B., Quail, M.A., Barron, A., Clark, L., Corton, C.,
Doggett, J., Holden, M.T., Larke, N., Line, A., Lord, A., Norbertczak, H., Ormond,
D.,  Price, C., Rabbinowitsch, E., Woodward, J., Barrell, B., Parkhill, J., 2005. Exten-
sive DNA inversions in the B. fragilis genome control variable gene expression.
Science 307, 1463–1465.
larke, B.R., Cuthbertson, L., Whitﬁeld, C., 2004. Nonreducing terminal modiﬁca-
tions determine the chain length of polymannose O antigens of Escherichia coli
and couple chain termination to polymer export via an ATP-binding cassette
transporter. J. Biol. Chem. 279, 35709–35718.
oyne, M.J., Tzianabos, A.O., Mallory, B.C., Carey, V.J., Kasper, D.L., Comstock, L.E.,
2001. Polysaccharide biosynthesis locus required for virulence of Bacteroides
fragilis.  Infect. Immun. 69, 4342–4350.
remades, R., Galiana, A., Rodriguez, J.C., Santos, A., Lopez, P., Ruiz, M.,  Garcia-Pachon,
E., Royo, G., 2011. Identiﬁcation of bacterial DNA in noninfectious pleural ﬂuid
with a highly sensitive PCR method. Respiration 82, 130–135.
uthbertson, L., Kos, V., Whitﬁeld, C., 2010. ABC transporters involved in export of
cell  surface glycoconjugates. Microbiol. Mol. Biol. Rev. 74, 341–362.
arras-Joly, C., Lortholary, O., Mainardi, J.L., Etienne, J., Guillevin, L., Acar, J., 1997.
Haemophilus endocarditis: report of 42 cases in adults and review. Haemophilus
Endocarditis Study Group. Clin. Infect. Dis. 24, 1087–1094.
raing, C., Pﬁtzenmaier, M., Zummo, S., Mancuso, G., Geyer, A., Hartung, T., von
Aulock, S., 2006. Comparison of lipoteichoic acid from different serotypes of
Streptococcus pneumoniae. J. Biol. Chem. 281, 33849–33859.
umic, J., Dabelic, S., Flogel, M.,  2006. Galectin-3: an open-ended story. Biochim.
Biophys. Acta 1760, 616–635.
owler, M., Thomas, R.J., Atherton, J., Roberts, I.S., High, N.J., 2006. Galectin-3 binds
to  Helicobacter pylori O-antigen: it is upregulated and rapidly secreted by gastric
epithelial cells in response to H. pylori adhesion. Cell. Microbiol. 8, 44–54.
oebel, E.M., Wolfe, D.N., Elder, K., Stibitz, S., Harvill, E.T., 2008. O anti-
gen  protects Bordetella parapertussis from complement. Infect. Immun. 76,
1774–1780.
romkova, R., Goodgal, S., 1979. Transformation by plasmid and chromosomal
DNAs in Haemophilus parainﬂuenzae. Biochem. Biophys. Res. Commun. 88,
1428–1434.
unn, J.S., 2001. Bacterial modiﬁcation of LPS and resistance to antimicrobial pep-
tides. J. Endotoxin Res. 7, 57–62.
allstrom, T., Riesbeck, K., 2010. Haemophilus inﬂuenzae and the complement sys-
tem. Trends Microbiol. 18, 258–265.
irabayashi, J., Hashidate, T., Arata, Y., Nishi, N., Nakamura, T., Hirashima, M.,
Urashima, T., Oka, T., Futai, M.,  Muller, W.E., Yagi, F., Kasai, K., 2002. Oligosac-
charide speciﬁcity of galectins: a search by frontal afﬁnity chromatography.
Biochim. Biophys. Acta 1572, 232–254.
olzer, S.U., Schlumberger, M.C., Jackel, D., Hensel, M.,  2009. Effect of the O-antigen
length of lipopolysaccharide on the functions of Type III secretion systems in
Salmonella enterica. Infect. Immun. 77, 5458–5470.
ood, D.W., Makepeace, K., Deadman, M.E., Rest, R.F., Thibault, P., Martin, A.,
Richards, J.C., Moxon, E.R., 1999. Sialic acid in the lipopolysaccharide of
Haemophilus inﬂuenzae: strain distribution, inﬂuence on serum resistance and
structural characterization. Mol. Microbiol. 33, 679–692.
ood, D.W., Randle, G., Cox, A.D., Makepeace, K., Li, J., Schweda, E.K., Richards,
J.C.,  Moxon, E.R., 2004. Biosynthesis of cryptic lipopolysaccharide glycoforms
in Haemophilus inﬂuenzae involves a mechanism similar to that required for
O-antigen synthesis. J. Bacteriol. 186, 7429–7439.
ann, B., Shashkov, A., Torgov, V., Kochanowski, H., Seltmann, G., Jann, K., 1995. NMR
investigation of the 6-deoxy-L-talose-containing O45, O45-related (O45rel), and
O66 polysaccharides of Escherichia coli. Carbohydr. Res. 278, 155–165.
imenez, N., Canals, R., Salo, M.T., Vilches, S., Merino, S., Tomas, J.M., 2008. The
Aeromonas hydrophila wb*O34 gene cluster: genetics and temperature regula-
tion. J. Bacteriol. 190, 4198–4209.
ohn, C.M., Jarvis, G.A., Swanson, K.V., Lefﬂer, H., Cooper, M.D., Huﬂejt, M.E., Grifﬁss,
J.M., 2002. Galectin-3 binds lactosaminylated lipooligosaccharides from Neisse-
ria  gonorrhoeae and is selectively expressed by mucosal epithelial cells that are
infected. Cell. Microbiol. 4, 649–662.
aplan, J.B., Perry, M.B., MacLean, L.L., Furgang, D., Wilson, M.E., Fine, D.H., 2001.
Structural and genetic analyses of O polysaccharide from Actinobacillus actino-
mycetemcomitans serotype f. Infect. Immun. 69, 5375–5384.
enne, L., Lindberg, B., Petersson, K., 1980. Structural studies of the O-speciﬁc side-
chains of the Shigella sonnei phase I lipopolysaccharide. Carbohydr. Res. 78,
119–126.
im, T.H., Sebastian, S., Pinkham, J.T., Ross, R.A., Blalock, L.T., Kasper, D.L., 2010. Char-
acterization of the O-antigen polymerase (Wzy) of Francisella tularensis.  J. Biol.
Chem. 285, 27839–27849.
ing, J.D., Vinogradov, E., Preston, A., Li, J., Maskell, D.J., 2009. Post-assembly mod-
iﬁcation of Bordetella bronchiseptica O polysaccharide by a novel periplasmic
enzyme encoded by wbmE.  J. Biol. Chem. 284, 1474–1483.dical Microbiology 303 (2013) 603– 617
Lee, L.N., Susarla, S.M., Henstrom, D.K., Hohman, M.H., Durand, M.L., Cheney,
M.L., Hadlock, T.A., 2012. Surgical site infections after gracilis free ﬂap
reconstruction for facial paralysis. Otolaryngol. Head Neck Surg. 147,
245–248.
Lesse, A.J., Campagnari, A.A., Bittner, W.E., Apicella, M.A., 1990. Increased resolu-
tion  of lipopolysaccharides and lipooligosaccharides utilizing tricine-sodium
dodecyl sulfate-polyacrylamide gel electrophoresis. J. Immunol. Methods 126,
109–117.
Lin, Y.T., Hsieh, K.S., Chen, Y.S., Huang, I.F., Cheng, M.F., 2012. Infective endocarditis
in children without underlying heart disease. J. Microbiol. Immunol. Infect..
Liu, B., Knirel, Y.A., Feng, L., Perepelov, A.V., Senchenkova, S.N., Wang, Q., Reeves, P.R.,
Wang, L., 2008. Structure and genetics of Shigella O antigens. FEMS Microbiol.
Rev. 32, 627–653.
Lundborg, M.,  Modhukur, V., Widmalm, G., 2010. Glycosyltransferase functions of
E.  coli O-antigens. Glycobiology 20, 366–368.
Marchler-Bauer, A., Anderson, J.B., Chitsaz, F., Derbyshire, M.K.,  DeWeese-Scott, C.,
Fong, J.H., Geer, L.Y., Geer, R.C., Gonzales, N.R., Gwadz, M.,  He, S., Hurwitz, D.I.,
Jackson, J.D., Ke, Z., Lanczycki, C.J., Liebert, C.A., Liu, C., Lu, F., Lu, S., Marchler,
G.H., Mullokandov, M.,  Song, J.S., Tasneem, A., Thanki, N., Yamashita, R.A., Zhang,
D.,  Zhang, N., Bryant, S.H., 2009. CDD: speciﬁc functional annotation with the
Conserved Domain Database. Nucleic Acids Res. 37, D205–D210.
Mason, K.M., Munson Jr., R.S., Bakaletz, L.O., 2003. Nontypeable Haemophilus inﬂuen-
zae  gene expression induced in vivo in a chinchilla model of otitis media. Infect.
Immun. 71, 3454–3462.
McLinn, S.E., Nelson, J.D., Haltalin, K.C., 1970. Antimicrobial susceptibility of
Hemophilus inﬂuenzae. Pediatrics 45, 827–838.
Merino, S., Camprubi, S., Alberti, S., Benedi, V.J., Tomas, J.M., 1992. Mechanisms
of Klebsiella pneumoniae resistance to complement-mediated killing. Infect.
Immun. 60, 2529–2535.
Mitchell, M.A., Skowronek, K., Kauc, L., Goodgal, S.H., 1991. Electroporation of
Haemophilus inﬂuenzae is effective for transformation of plasmid but not chro-
mosomal DNA. Nucleic Acids Res. 19, 3625–3628.
Morona, R., Purins, L., Tocilj, A., Matte, A., Cygler, M.,  2009. Sequence–structure rela-
tionships in polysaccharide co-polymerase (PCP) proteins. Trends Biochem. Sci.
34,  78–84.
Nakano, Y., Yoshida, Y., Yamashita, Y., Koga, T., 1998. A gene cluster for 6-deoxy-l-
talan synthesis in Actinobacillus actinomycetemcomitans. Biochim. Biophys. Acta
1442, 409–414.
Nassau, P.M., Martin, S.L., Brown, R.E., Weston, A., Monsey, D., McNeil, M.R.,
Duncan, K., 1996. Galactofuranose biosynthesis in Escherichia coli K-12:
identiﬁcation and cloning of UDP-galactopyranose mutase. J. Bacteriol. 178,
1047–1052.
Olsson, U., Lycknert, K., Stenutz, R., Weintraub, A., Widmalm, G., 2005. Structural
analysis of the O-antigen polysaccharide from Escherichia coli O152. Carbohydr.
Res.  340, 167–171.
Palmer, G.G., 1981. Haemophili in faeces. J. Med. Microbiol. 14, 147–150.
Pan, F., Jackson, M.,  Ma,  Y., McNeil, M., 2001. Cell wall core galactofu-
ran  synthesis is essential for growth of mycobacteria. J. Bacteriol. 183,
3991–3998.
Paton, A.W., Morona, R., Paton, J.C., 2000. A new biological agent for treatment of
Shiga toxigenic Escherichia coli infections and dysentery in humans. Nat. Med.
6,  265–270.
Perepelov, A.V., Li, D., Liu, B., Senchenkova, S.N., Guo, D., Shevelev, S.D., Shashkov,
A.S., Guo, X., Feng, L., Knirel, Y.A., Wang, L., 2009. Structural and genetic char-
acterization of Escherichia coli O99 antigen. FEMS Immunol. Med. Microbiol. 57,
80–87.
Peterson, J., Garges, S., Giovanni, M.,  McInnes, P., Wang, L., Schloss, J.A., Bonazzi,
V., McEwen, J.E., Wetterstrand, K.A., Deal, C., Baker, C.C., Di Francesco, V.,
Howcroft, T.K., Karp, R.W., Lunsford, R.D., Wellington, C.R., Belachew, T., Wright,
M.,  Giblin, C., David, H., Mills, M.,  Salomon, R., Mullins, C., Akolkar, B., Begg, L.,
Davis, C., Grandison, L., Humble, M., Khalsa, J., Little, A.R., Peavy, H., Pontzer,
C., Portnoy, M.,  Sayre, M.H., Starke-Reed, P., Zakhari, S., Read, J., Watson,
B.,  Guyer, M.,  2009. The NIH Human Microbiome Project. Genome Res. 19,
2317–2323.
Power, P.M., Bentley, S.D., Parkhill, J., Moxon, E.R., Hood, D.W., 2012. Investiga-
tions into genome diversity of Haemophilus inﬂuenzae using whole genome
sequencing of clinical isolates and laboratory transformants. BMC Microbiol. 12,
273.
Power, P.M., Seib, K.L., Jennings, M.P., 2006. Pilin glycosylation in Neisseria meningi-
tidis  occurs by a similar pathway to Wzy-dependent O-antigen biosynthesis in
Escherichia coli. Biochem. Biophys. Res. Commun. 347, 904–908.
Preston, A., Petersen, B.O., Duus, J.O., Kubler-Kielb, J., Ben-Menachem, G., Li, J., Vino-
gradov, E., 2006. Complete structures of Bordetella bronchiseptica and Bordetella
parapertussis lipopolysaccharides. J. Biol. Chem. 281, 18135–18144.
Redﬁeld, R.J., Findlay, W.A., Bosse, J., Kroll, J.S., Cameron, A.D., Nash, J.H., 2006. Evo-
lution of competence and DNA uptake speciﬁcity in the Pasteurellaceae. BMC
Evol. Biol. 6, 82.
Roberts, M.C., Mintz, C.S., Morse, S.A., 1986. Characterization of Haemophilus
parainﬂuenzae strains with low-Mr or ladder-like lipopolysaccharides. J. Gen.
Microbiol. 132, 611–616.
Russa, R., Urbanik-Sypniewska, T., Shashkov, A.S., Kochanowski, H., Mayer, H., 1995.
The structure of the homopolymeric O-speciﬁc chain from the phenol solu-
ble LPS of the Rhizobium loti type strain NZP2213. Carbohydr. Polymers 27,
299–303.
Russo, T.A., Beanan, J.M., Olson, R., MacDonald, U., Cope, J.J., 2009. Capsular polysac-
charide and the O-speciﬁc antigen impede antibody binding: a potential obstacle
l of Me
R
S
S
S
S
S
S
S
S
SR.E.B. Young et al. / International Journa
for the successful development of an extraintestinal pathogenic Escherichia coli
vaccine. Vaccine 27, 388–395.
utherford, K., Parkhill, J., Crook, J., Horsnell, T., Rice, P., Rajandream, M.A., Bar-
rell,  B., 2000. Artemis: sequence visualization and annotation. Bioinformatics
16, 944–945.
aldias, M.S., Ortega, X., Valvano, M.A., 2009. Burkholderia cenocepacia O antigen
lipopolysaccharide prevents phagocytosis by macrophages and adhesion to
epithelial cells. J. Med. Microbiol. 58, 1542–1548.
ambrook, J., Fritsch, E.F., Maniatis, T., 1989. Molecular Cloning. Cold Spring Harbor
Laboratory Press, New York.
amuel, G., Reeves, P., 2003. Biosynthesis of O-antigens: genes and pathways
involved in nucleotide sugar precursor synthesis and O-antigen assembly. Car-
bohydr. Res. 338, 2503–2519.
anabria-Valentin, E., Colbert, M.T., Blaser, M.J., 2007. Role of futC slipped strand
mispairing in Helicobacter pylori Lewis and phase variation. Microbes Infect. 9,
1553–1560.
everi, E., Randle, G., Kivlin, P., Whitﬁeld, K., Young, R., Moxon, R., Kelly, D., Hood, D.,
Thomas, G.H., 2005. Sialic acid transport in Haemophilus inﬂuenzae is essential
for  lipopolysaccharide sialylation and serum resistance and is dependent on a
novel tripartite ATP-independent periplasmic transporter. Mol. Microbiol. 58,
1173–1185.
hepherd, J.G., Wang, L., Reeves, P.R., 2000. Comparison of O-antigen gene clusters of
Escherichia coli (Shigella) sonnei and Plesiomonas shigelloides O17: sonnei gained
its current plasmid-borne O-antigen genes from P. shigelloides in a recent event.
Infect. Immun. 68, 6056–6061.
hibuya, N., Amano, K., Azuma, J., Nishihara, T., Kitamura, Y., Noguchi, T., Koga, T.,
1991. 6-Deoxy-d-talan and 6-deoxy-l-talan Novel serotype-speciﬁc polysac-
charide antigens from Actinobacillus actinomycetemcomitans. J. Biol. Chem. 266,
16318–16323.perisen, P., Schmid, C.D., Bucher, P., Zilian, O., 2005. Stealth proteins: in silico iden-
tiﬁcation of a novel protein family rendering bacterial pathogens invisible to
host immune defense. PLoS Comput. Biol. 1, e63.
turm, A.W., 1986. Haemophilus inﬂuenzae and Haemophilus parainﬂuenzae in non-
gonococcal urethritis. J. Infect. Dis. 153, 165–167.dical Microbiology 303 (2013) 603– 617 617
Sundgren, A., Lahmann, M.,  Oscarson, S., 2010. Synthesis of 6-PEtN-alpha-
d-GalpNAc-(1 → 6)-beta-d-Galp-(1 → 4)-beta-d-GlcpNAc-(1 → 3)-beta-d-
Galp-(1 → 4)-beta-d-Glcp, a Haemophilus inﬂuenzae lipopolysaccharide struc-
ture, and biotin and protein conjugates thereof. Beilstein J. Org. Chem. 6,
704–708.
Takada, K., Saito, M.,  Tsuzukibashi, O., Kawashima, Y., Ishida, S., Hirasawa, M.,  2010.
Characterization of a new serotype g isolate of Aggregatibacter actinomycetem-
comitans. Mol. Oral Microbiol. 25, 200–206.
Tang, G., Mintz, K.P., 2010. Glycosylation of the collagen adhesin EmaA of Aggre-
gatibacter actinomycetemcomitans is dependent upon the lipopolysaccharide
biosynthetic pathway. J. Bacteriol. 192, 1395–1404.
Tang, G., Ruiz, T., Mintz, K.P., 2012. O-polysaccharide glycosylation is required for
stability and function of the collagen adhesin EmaA of Aggregatibacter actino-
mycetemcomitans.  Infect. Immun. 80, 2868–2877.
Van Hoogmoed, C.G., Geertsema-Doornbusch, G.I., Teughels, W.,  Quirynen, M., Buss-
cher, H.J., Van der Mei, H.C., 2008. Reduction of periodontal pathogens adhesion
by antagonistic strains. Oral. Microbiol. Immunol. 23, 43–48.
Vimr, E.R., Kalivoda, K.A., Deszo, E.L., Steenbergen, S.M., 2004. Diversity of microbial
sialic acid metabolism. Microbiol. Mol. Biol. Rev. 68, 132–153.
Vitiazeva, V., Twelkmeyer, B., Young, R., Hood, D.W., Schweda, E.K., 2011. Structural
studies of the lipopolysaccharide from Haemophilus parainﬂuenzae strain 20.
Carbohydr. Res. 346, 2228–2236.
Xu, D.Q., Cisar, J.O., Ambulos Jr., N., Burr, D.H., Kopecko, D.J., 2002. Molecular cloning
and characterization of genes for Shigella sonnei form I O polysaccharide: pro-
posed biosynthetic pathway and stable expression in a live Salmonella vaccine
vector. Infect. Immun. 70, 4414–4423.
Xu, Z., Chen, X., Li, L., Li, T., Wang, S., Chen, H., Zhou, R., 2010. Comparative
genomic characterization of Actinobacillus pleuropneumoniae. J. Bacteriol. 192,
5625–5636.Yang, J., Ritchey, M.,  Yoshida, Y., Bush, C.A., Cisar, J.O., 2009. Comparative structural
and molecular characterization of ribitol-5-phosphate-containing Streptococcus
oralis coaggregation receptor polysaccharides. J. Bacteriol. 191, 1891–1900.
Young, R.E., Hood, D.W., 2013. Haemophilus parainﬂuenzae has a limited core
lipopolysaccharide repertoire with no phase variation. Glycoconj. J. 30, 561–576.
